: Nucleotide sequence identity (%) of coding DNA sequences (CDS) of MYB28 homologs isolated from B. juncea (Bju), B. rapa (Bra) and B. nigra (Bni). Table S3 : Nucleotide sequence identity (%) of BjuMYB28 full-length genes. Table S4 . Primer amplification efficiency test of BjuMYB28 genes used in the current study. Table S5 : Nucleotide sequence identity (%) of 5' upstream region of MYB28 homologs isolated from B. juncea and its progenitor genomes. Table S6 . Summary of various cis-regulatory elements present within 1 kb upstream region of BjuMYB28 genes, obtained using PLACE database (www.dna.affrc.go.jp/PLACE/). Nucleotide in dark background represents residues differing from the consensus. 
